INTRODUCTION

(Adamson et al., 2012). Subsequent experiments suggested that the NORAD:RBMX interaction
75
facilitates the assembly of a ribonucleoprotein (RNP) complex in the nucleus that includes
76
Topoisomerase I (TOP1) and other proteins that are critical for genome maintenance.
77
Importantly, PUM and RBMX interact with different sites on NORAD and function in distinct 78 subcellular compartments. Thus, while it remains to be determined whether the NORAD:RBMX 79 interaction is necessary for regulation of genomic stability, both PUM and RBMX may play 80 important, non-mutually exclusive roles in the genome maintenance functions of NORAD.
82
Here we further examined the mechanism by which NORAD functions to maintain genome 
133
Interestingly, we observed a modest increase in nuclear NORAD levels that peaked after 12
134
hours of camptothecin or doxorubicin treatment. We speculated that this might represent a burst 
154
experiments that identified the NORAD:RBMX interaction (Munschauer et al., 2018 
Reanalysis of NORAD RAP-MS data
298
The raw mass spectra files from iTRAQ-labeled NORAD and RMRP RAP-MS experiments 299 (Munschauer et al., 2018) were downloaded from MassIVE (https://massive.ucsd.edu) using the 300 identifier: MSV000082561. Peptide identification and quantification was performed using
301
Proteome Discoverer (Thermo Fisher) with three search engines combined (Sequest HT,
302
Mascot, and MS Amanda). MS/MS spectra were searched against the human Uniprot database. 
387
DNA FISH hybridizations were performed by the Veripath Cytogenetics laboratory at UT
388
Southwestern. Slides were analyzed using an AxioObserver Z1 microscope (Zeiss). For each 389 sample, 200 nuclei were counted and aneuploidy was defined as a chromosome count that 390 differed from 2n for at least one of the two tested chromosomes. Samples were prepared and counted in an experimenter-blinded manner. Two independent HCT116 CRISPRi cell lines 392 stably expressing each AAVS1 knock-in construct were generated, and each was independently 393 tested for aneuploidy using this method.
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